
U 013223-9 



SEQUENCE LISTING 



<110> Bennett, Michele 
Brodbeck, Robbin 
Krause , James 

<120> Chimeric Neuropeptide Y Receptors 

<130> N2000.001 

<140> Not Yet Assigned 
<141> 2000-01-28 

<160> 31 

<170> Patentin Ver. 2.1 

<210> 1 

<21i> 1605 

<212> DNA 

<213> Homo sapiens 



<4ao> 1 

ccttctttaa 
ggaatgaaga 
ctgaacagtt 
aaccaaacca 
ctctaatttc 
gcccttggcc 
ctctggaaac 
caacatcctg 
ctttacattt 
gaatcctttt 
tgtggaacga 
ttatgtaggt 
ctaccaagta 
atacgtgtgc 
cttggtgctg 
tatacgccta 
cagtgaaacc 
ctggctccct 
ctgcaaccac 
caaccccata 
caacttttgt 
gcacacagat 
caacaacaat 
catctgttta 
tggggttgaa 
ttgtagttgt 
agttttgacc 



tgaagcagga 
attcagaata 
gacctgcttt 
atcaaaatga 
tcagagaaga 
atgatattta 
ctggccttga 
attgtgaacc 
gtctacacat 
gtgcaatgtg 
catcagctga 
attgctgtga 
atgactgatg 
tttgatcaat 
cagtattttg 
aaaaggagaa 
aaaagaatca 
cttaccatct 
aatctgttat 
ttttatgggt 
gatttccggt 
gtttccaaaa 
gatgataatg 
aaaacaagca 
atcatttgaa 
cataattaca 
agacatcttt 



gcgaaaaaga 
attttggtaa 
gaagaaacat 
attcaacatt 
atgcccagct 
ccttagctct 
tcataatcat 
tttccttctc 
taatggacca 
tttcaatcac 
taatcaaccc 
tttgggtcct 
agccgttcca 
ttccatcgga 
gtccactttg 
acaacatgat 
atatcatgct 
ttaacactgt 
tcctgctctg 
tcctgaacaa 
ctcgggatga 
cttctttgaa 
aaaaaatctg 
caacctgcaa 
aatgactaag 
tttggaacaa 
gaagtgcttt 



caaattccaa 
atggattcca 
actgtccatt 
attttcccag 
tctggctttt 
tgcttatgga 
cttgaaacaa 
agacttgctt 
ctgggtcttt 
tgtgtccatt 
tcgagggtgg 
tgctgtggct 
aaatgtaaca 
ctctcatagg 
ttttatattt 
ggacaagatg 
gctctccatt 
gtttgattgg 
ccacctcaca 
aaacttccag 
tgattatgaa 
gcaagcaagc 
aaactactta 
catactttga 
attttcttgt 
aaggtgtggg 
ttgtgaattt 



agaggattgt 
atatggggaa 
tgtctaaaat 
gttgaaaatc 
gaaaatgatg 
gctgtgatca 
aaggagatga 
gttgccatca 
ggtgaggcga 
ttctctctgg 
agaccaaata 
tcttctttgc 
cttgatgcgt 
ttgtcttata 
atttgctact 
agagacaata 
gtggtagcat 
aatcatcaga 
gcaatgatat 
agagacttgc 
acaatagcca 
ccagtcgcat 
tagcctatgg 
ttacctgttc 
cttgcttttt 
ctttggggtc 
accag 



tcagttcaag 
taagaataag 
aatctataac 
attcagtcca 
attgtcatct 
ttcttggtgt 
gaaatgttac 
tgtgtctccc 
tgtgtaagtt 
ttctcattgc 
atagacatgc 
ctttcctgat 
acaaagacaa 
ccactctcct 
tcaagatata 
agtacaggtc 
ttgcagtctg 
tcattgctac 
ccacttgtgt 
agttcttctt 
tgtccacgat 
ttaaaaaaat 
tcccggatga 
tcccaaggaa 
actgcttttg 
ttctggaaat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1605 



<210> 2 
<211> 384 
<212> PRT 

<213> Homo sapiens 



EXPRESS MAIL LABEL 
NO.: EL 728210808 US 



<400> 2 

Met Asn Ser Thr Leu Phe Ser Gin Val Glu Asn His Ser Val His Ser 
15 10 15 



Asn Phe Ser Glu Lys Asn Ala Gin Leu Leu Ala Phe Glu Asn Asp Asp 
20 25 30 

Cys His Leu Pro Leu Ala Met He Phe Thr Leu Ala Leu Ala Tyr Gly 
35 40 45 

Ala Val He He Leu Gly Val Ser Gly Asn Leu Ala Leu He He He 
50 55 60 

He Leu Lys Gin Lys Glu Met Arg Asn Val Thr Asn He Leu He Val 
65 70 75 80 

Asn Leu Ser Phe Ser Asp Leu Leu Val Ala He Met Cys Leu Pro Phe 
85 90 95 

Thr Phe Val Tyr Thr Leu Met Asp His Trp Val Phe Gly Glu Ala Met 
100 105 110 

Cys Lys Leu Asn Pro Phe Val Gin Cys Val Ser He Thr Val Ser He 
115 120 125 

Phe Ser Leu Val Leu He Ala Val Glu Arg His Gin Leu He He Asn 
130 135 140 

Pro Arg Gly Trp Arg Pro Asn Asn Arg His Ala Tyr Val Gly He Ala 
145 150 155 160 

Val He Trp Val Leu Ala Val Ala Ser Ser Leu Pro Phe Leu He Tyr 
165 170 175 

Gin Val Met Thr Asp Glu Pro Phe Gin Asn Val Thr Leu Asp Ala Tyr 
180 185 190 

Lys Asp Lys Tyr Val Cys Phe Asp Gin Phe Pro Ser Asp Ser His Arg 
195 200 205 

Leu Ser Tyr Thr Thr Leu Leu Leu Val Leu Gin Tyr Phe Gly Pro Leu 
210 215 220 

Cys Phe He Phe He Cys Tyr Phe Lys He Tyr He Arg Leu Lys Arg 
225 230 235 240 

Arg Asn Asn Met Met Asp Lys Met Arg Asp Asn Lys Tyr Arg Ser Ser 
245 250 255 

Glu Thr Lys Arg He Asn He Met Leu Leu Ser He Val Val Ala Phe 
260 265 270 

Ala Val Cys Trp Leu Pro Leu Thr He Phe Asn Thr Val Phe Asp Trp 
275 280 285 

Asn His Gin He He Ala Thr Cys Asn His Asn Leu Leu Phe Leu Leu 
290 295 300 



Cys His Leu Thr Ala Met lie Ser Thr Cys Val Asn Pro lie Phe Tyr 
305 310 315 320 

Gly Phe Leu Asn Lys Asn Phe Gin Arg Asp Leu Gin Phe Phe Phe Asn 
325 330 335 

Phe Cys Asp Phe Arg Ser Arg Asp Asp Asp Tyr Glu Thr lie Ala Met 
340 345 350 

Ser Thr Met His Thr Asp Val Ser Lys Thr Ser Leu Lys Gin Ala Ser 
355 360 365 

Pro Val Ala Phe Lys Lys lie Asn Asn Asn Asp Asp Asn Glu Lys lie 
370 375 380 



<210> 3 
<211> 382 
<212> PRT 

<213> Rattus norvegicus 
<400> 3 

Met Asn Ser Thr Leu Phe Ser Arg Val Glu Asn Tyr Ser Val His Tyr 
15 10 15 

Asn Val Ser Glu Asn Ser Pro Phe Leu Ala Phe Glu Asn Asp Asp Cys 
20 25 30 

His Leu Pro Leu Ala Val lie Phe Thr Leu Ala Leu Ala Tyr Gly Ala 
35 40 45 

Val lie lie Leu Gly Val Ser Gly Asn Leu Ala Leu lie lie lie lie 
50 55 60 

Leu Lys Gin Lys Glu Met Arg Asn Val Thr Asn lie Leu lie Val Asn 
65 70 75 80 

Leu Ser Phe Ser Asp Leu Leu Val Ala Val Met Cys Leu Pro Phe Thr 
85 90 95 

Phe Val Tyr Thr Leu Met Asp His Trp Val Phe Gly Glu Thr Met Cys 
100 105 110 

Lys Leu Asn Pro Phe Val Gin Cys Val Ser lie Thr Val Ser lie Phe 
115 120 125 

Ser Leu Val Leu lie Ala Val Glu Arg His Gin Leu lie lie Asn Pro 
130 135 140 

Arg Gly Trp Arg Pro Asn Asn Arg His Ala Tyr lie Gly lie Thr Val 
145 150 155 160 



lie Trp Val Leu Ala Val Ala Ser Ser Leu Pro Phe Val lie Tyr Gin 



165 170 175 

lie Leu Thr Asp Glu Pro Phe Gin Asn Val Ser Leu Ala Ala Phe Lys 
180 185 190 

Asp Lys Tyr Val Cys Phe Asp Lys Phe Pro Ser Asp Ser His Arg Leu 
195 200 205 

Ser Tyr Thr Thr Leu Leu Leu Val Leu Gin Tyr Phe Gly Pro Leu Cys 
210 215 220 

Phe lie Phe lie Cys Tyr Phe Lys lie Tyr lie Arg Leu Lys Arg Arg 
225 230 235 240 

Asn Asn Met Met Asp Lys lie Arg Asp Ser Lys Tyr Arg Ser Ser Glu 
245 250 255 

Thr Lys Arg lie Asn Val Met Leu Leu Ser lie Val Val Ala Phe Ala 
260 265 270 

Val Cys Trp Leu Pro Leu Thr lie Phe Asn Thr Val Phe Asp Trp Asn 
275 280 " 285 

His Gin lie lie Ala Thr Cys Asn His Asn Leu Leu Phe Leu Leu Cys 
290 295 300 

His Leu Thr Ala Met lie Ser Thr Cys Val Asn Pro lie Phe Tyr Gly 
305 310 315 320 

Phe Leu Asn Lys Asn Phe Gin Arg Asp Leu Gin Phe Phe Phe Asn Phe 
325 330 335 

Cys Asp Phe Arg Ser Arg Asp Asp Asp Tyr Glu Thr He Ala Met Ser 
340 345 350 

Thr Met His Thr Asp Val Ser Lys Thr Ser Leu Lys Gin Ala Ser Pro 
355 360 365 

Val Ala Phe Lys Lys He Ser Met Asn Asp Asn Glu Lys He 
370 375 380' 



<210> 4 

<211> 1406 

<212> DNA 

<213> Homo sapiens 

<400> 4 

ttttggttgc tgacaaatgt ctttttattc caagcaggac tataatatgg atttagagct 60 

cgacgagtat tataacaaga cacttgccac agagaataat actgctgcca ctcggaattc 120 

tgatttccca gtctgggatg actataaaag cagtgtagat gacttacagt attttctgat 180 

tgggctctat acatttgtaa gtcttcttgg ctttatgggg aatctactta ttttaatggc 240 

tctcatgaaa aagcgtaatc agaagactac ggtaaacttc ctcataggca atctggcctt 300 

ttctgatatc ttggttgtgc tgttttgctc acctttcaca ctgacgtctg tcttgctgga 360 

tcagtggatg tttggcaaag tcatgtgcca tattatgcct tttcttcaat gtgtgtcagt 420 

tttggtttca actttaattt taatatcaat tgccattgtc aggtatcata tgataaaaca 480 

tcccatatct aataatttaa cagcaaacca tggctacttt ctgatagcta ctgtctggac 540 



actaggtttt 
aacatttggt 
ttcatacaga 
ttgtcttact 
agaaaacaga 
tgggcctcag 
cagaagaaga 
agagaaccac 
atccagtaag 
agatgttcat 
tgttttctac 
ccttttccat 
ggtgtattgc 
tgggtttctt 
gtaataattc 



gccatctgtt 
tcagcattgc 
attgccttta 
gtaagtcata 
cttgaagaaa 
gtgaaactct 
tatagcaaga 
tccagaatac 
ttcataccag 
gaattgagag 
agactgacca 
gtggtaactg 
atttgtcatt 
aataatggga 
tcactgttta 



ctccccttcc 
tgagcagcag 
ctatctcttt 
caagtgtctg 
atgagatgat 
ctggcagcca 
agacagcatg 
ttccagaaaa 
gggtccccac 
taaaacgttc 
tactgatatt 
attttaatga 
tgttgggcat 
ttaaagctga 
ccaagg 



agtgtttcac 
gtatttatgt 
attgctagtt 
cagaagtata 
caacttaact 
taaatggagt 
tgtgttacct 
ctttggctct 
ttgctttgag 
tgttacaaga 
agtatttgct 
caatcttatt 
gatgtcctgt 
tttagtgtcc 



agtcttgtgg 
gttgagtcat 
cagtatattc 
agctgtggat 
cttcatccat 
tattcattca 
gctccagaaa 
gtaagaagtc 
ataaaacctg 
ataaaaaaga 
gttagttgga 
tcaaataggc 
tgtcttaatc 
cttatacact 



aacttcaaga 
ggccatctga 
tgcccttagt 
tgtccaacaa 
ccaaaaagag 
tcaaaaaaca 
gaccttctca 
agctctcttc 
aagaaaattc 
gatctcgaag 
tgccactaca 
atttcaagtt 
caattctata 
gtcttcatat 



600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1406 



<210> 5 
<211> 1069 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y5/Y1 CHIMERA 



<400> 5 

ttttggttgc 

cgacgagtat 

tgatttccca 

tgggctctat 

tctcatgaaa 

ttctgatatc 

tcagtggatg 

tttggtttca 

tcccatatct 

actaggtttt 

aacatttggt 

ttcatacaga 

ttgtcttact 

ggacaagatg 

gaccatactg 

aactgatttt 

tcatttgttg 

tgggattaaa 



tgacaaatgt 
tataacaaga 
gtctgggatg 
acatttgtaa 
aagcgtaatc 
ttggttgtgc 
tttggcaaag 
actttaattt 
aataatttaa 
gccatctgtt 
tcagcattgc 
attgccttta 
gtaagtcata 
agagacaata 
atattagtat 
aatgacaatc 
ggcatgatgt 
gctgatttag 



ctttttattc 
cacttgccac 
actataaaag 
gtcttcttgg 
agaagactac 
tgttttgctc 
tcatgtgcca 
taatatcaat 
cagcaaacca 
ctccccttcc 
tgagcagcag 
ctatctcttt 
caagtgtctg 
agtacaggtc 
ttgctgttag 
ttatttcaaa 
cctgttgtct 
tgtcccttat 



caagcaggac 
agagaataat 
cagtgtagat 
ctttatgggg 
ggtaaacttc 
acctttcaca 
tattatgcct 
tgccattgtc 
tggctacttt 
agtgtttcac 
gtatttatgt 
attgctagtt 
catacgccta 
cagtagatct 
ttggatgcca 
taggcatttc 
taatccaatt 
acactgtctt 



tataatatgg 
actgctgcca 
gacttacagt 
aatctactta 
ctcataggca 
ctgacgtctg 
tttcttcaat 
aggtatcata 
ctgatagcta 
agtcttgtgg 
gttgagtcat 
cagtatattc 
aaaaggagaa 
cgaagtgttt 
ctacaccttt 
aagttggtgt 
ctatatgggt 
catatgtaa 



atttagagct 
ctcggaattc 
attttctgat 
ttttaatggc 
atctggcctt 
tcttgctgga 
gtgtgtcagt 
tgataaaaca 
ctgtctggac 
aacttcaaga 
ggccatctga 
tgcccttagt 
acaacatgat 
tctacagact 
tccatgtggt 
attgcatttg 
ttcttaataa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1069 



<210> 6 
<211> 350 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y5/Y1 CHIMERA 



<400> 6 

Met Ser' Phe Tyr Ser Lys Gin Asp Tyr Asn Met Asp Leu Glu Leu Asp 
15 10 15 



Glu Tyr Tyr Asn Lys Thr Leu Ala Thr Glu Asn Asn Thr Ala Ala Thr 
20 25 30 

Arg Asn Ser Asp Phe Pro Val Trp Asp Asp Tyr Lys Ser Ser Val Asp 
35 40 45 

Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr Thr Phe Val Ser Leu Leu 
50 55 60 

Gly Phe Met Gly Asn Leu Leu lie Leu Met Ala Leu Met Lys Lys Arg 
65 70 75 80 

Asn Gin Lys Thr Thr Val Asn Phe Leu lie Gly Asn Leu Ala Phe Ser 
85 90 95 

Asp lie Leu Val Val Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser Val 
100 105 110 

Leu Leu Asp Gin Trp Met Phe Gly Lys Val Met Cys His lie Met Pro 
115 120 125 

Phe Leu Gin Cys Val Ser Val Leu Val Ser Thr Leu lie Leu lie Ser 
130 135 140 

lie Ala lie Val Arg Tyr His Met lie Lys His Pro lie Ser Asn Asn 
145 150 155 160 

Leu Thr Ala Asn His Gly Tyr Phe Leu lie Ala Thr Val Trp Thr Leu 
165 170 175 

Gly Phe Ala lie Cys Ser Pro Leu Pro Val Phe His Ser Leu Val Glu 
180 185 190 

Leu Gin Glu Thr Phe Gly Ser Ala Leu Leu Ser Ser Arg Tyr Leu Cys 
195 200 205 

Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg lie Ala Phe Thr lie Ser 
210 215 220 

Leu Leu Leu Val Gin Tyr lie Leu Pro Leu Val Cys Leu Thr Val Ser 
225 230 235 240 

His Thr Ser Val Cys lie Arg Leu Lys Arg Arg Asn Asn Met Met Asp 
245 250 255 

Lys Met Arg Asp Asn Lys Tyr Arg Ser Ser Arg Ser Arg Ser Val Phe 
260 265 270 

Tyr Arg Leu Thr lie Leu lie Leu Val Phe Ala Val Ser Trp Met Pro 
275 280 285 

Leu His Leu Phe His Val Val Thr Asp Phe Asn Asp Asn Leu lie Ser 
290 295 300 



Asn Arg His Phe Lys Leu Val Tyr Cys lie Cys His Leu Leu Gly Met 
305 310 315 320 



Met Ser Cys Cys Leu Asn Pro lie Leu Tyr Gly Phe Leu Asn Asn Gly 
325 330 335 



lie Lys Ala Asp Leu Val Ser Leu lie His Cys Leu His Met 
340' 345 350 



<210> 7 
<211> 1500 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y5/Y1 CHIMERA 



<400> 7 

atgtcttttt 

aagacacttg 

gatgactata 

gtaagtcttc 

aatcagaaga 

gtgctgtttt 

aaagtcatgt 

attttaatat 

ttaacagcaa 

tgttctcccc 

ttgctgagca 

tttactatct 

catacaagtg 

gaaaatgaga 

ctctctggca 

aagaagacag 

atacttccag 

ccaggggtcc 

agagtaaaac 

accatactga 

actgatttta 

catttgttgg 

ggaattcaga 

gattatgaaa 

caagcaagcc 



attccaagca 
ccacagagaa 
aaagcagtgt 
ttggctttat 
ctacggtaaa 
gctcaccttt 
gccatattat 
caattgccat 
accatggcta 
ttccagtgtt 
gcaggtattt 
ctttattgct 
tctgcagaag 
tgatcaactt 
gccataaatg 
catgtgtgtt 
aaaactttgg 
ccacttgctt 
gttctgttac 
tattagtatt 
atgacaatct 
gcatgatgtc 
gagacttgca 
caatagccat 
cagtcgcatt 



ggactataat 
taatactgct 
agatgactta 
ggggaatcta 
cttcctcata 
cacactgacg 
gccttttctt 
tgtcaggtat 
ctttctgata 
tcacagtctt 
atgtgttgag 
agttcagtat 
tataagctgt 
aactcttcat 
gagttattca 
acctgctcca 
ctctgtaaga 
tgagataaaa 
aagaataaaa 
tgctgttagt 
tatttcaaat 
ctgttgtctt 
gttcttcttc 
gtccacgatg 
taaaaaaatc 



atggatttag 
gccactcgga 
cagtattttc 
cttattttaa 
ggcaatctgg 
tctgtcttgc 
caatgtgtgt 
catatgataa 
gctactgtct 
gtggaacttc 
tcatggccat 
attctgccct 
ggattgtcca 
ccatccaaaa 
ttcatcaaaa 
gaaagacctt 
agtcagctct 
cctgaagaaa 
aagagatctc 
tggatgccac 
aggcatttca 
aatccaattc 
aacttttgtg 
cacacagatg 
aacaacaatg 



agctcgacga 
attctgattt 
tgattgggct 
tggctct cat 
ccttttctga 
tggatcagtg 
cagttttggt 
aacatcccat 
ggacactagg 
aagaaacatt 
ctgattcata 
tagtttgtct 
acaaagaaaa 
agagtgggcc 
aacacagaag 
ctcaagagaa 
cttcatccag 
attcagatgt 
gaagtgtttt 
tacacctttt 
agttggtgta 
tatatgggtt 
atttccggtc 
tttccaaaac 
atgataatga 



gtattataac 
cccagtctgg 
ctatacattt 
gaaaaagcgt 
tatcttggtt 
gatgtttggc 
ttcaacttta 
atctaataat 
ttttgccatc 
tggttcagca 
cagaattgcc 
tactgtaagt 
cagacttgaa 
tcaggtgaaa 
aagatatagc 
ccactccaga 
taagttcata 
tcatgaattg 
ctacagactg 
ccatgtggta 
ttgcatttgt 
tcttaataat 
tcgggatgat 
ttctttgaag 
aaaaatctga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 



<210> 8 
<211> 1201 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence : Y5/Y1 CHIMERA 
<400> 8 

ttttggttgc tgacaaatgt ctttttattc caagcaggac tataatatgg atttagagct 60 

cgacgagtat tataacaaga cacttgccac agagaataat actgctgcca ctcggaattc 120 

tgatttccca gtctgggatg actataaaag cagtgtagat gacttacagt attttctgat 180 

tgggctctat acatttgtaa gtcttcttgg ctttatgggg aatctactta ttttaatggc 240 



tctcatgaaa 
ttctga.tatc 
tcagtggatg 
tttggtttca 
tcccatatct 
actaggtttt 
aacatttggt 
ttcatacaga 
ttgtcttact 
ggacaagatg 
gaccatactg 
aactgatttt 
tcatttgttg 
tggaattcag 
tgattatgaa 
gcaagcaagc 
a 



aagcgtaatc 
ttggttgtgc 
tttggcaaag 
actttaattt 
aataatttaa 
gccatctgtt 
tcagcattgc 
attgccttta 
gtaagtcata 
agagacaata 
atattagtat 
aatgacaatc 
ggcatgatgt 
agagacttgc 
acaatagcca 
ccagtcgcat 



agaagactac 
tgttttgctc 
tcatgtgcca 
taatatcaat 
cagcaaacca 
ctccccttcc 
tgagcagcag 
ctatctcttt 
caagtgtctg 
agtacaggtc 
ttgctgttag 
ttatttcaaa 
cctgttgtct 
agttcttctt 
tgtccacgat 
ttaaaaaaat 



ggtaaacttc 
acctttcaca 
tattatgcct 
tgccattgtc 
tggctacttt 
agtgtttcac 
gtatttatgt 
attgctagtt 
catacgccta 
cagtagatct 
ttggatgcca 
taggcatttc 
taatccaatt 
caacttttgt 
gcacacagat 
caacaacaat 



ctcataggca 
ctgacgtctg 
tttcttcaat 
aggtatcata 
ctgatagcta 
agtcttgtgg 
gttgagtcat 
cagtatattc 
aaaaggagaa 
cgaagtgttt 
ctacaccttt 
aagttggtgt 
ctatatgggt 
gatttccggt 
gtttccaaaa 
gatgataatg 



atctggcctt 
tcttgctgga 
gtgtgtcagt 
tgataaaaca 
ctgtctggac 
aacttcaaga 
ggccatctga 
tgcccttagt 
acaacatgat 
tctacagact 
tccatgtggt 
attgcatttg 
ttcttaataa 
ctcgggatga 
cttctttgaa 
aaaaaatctg 



300 

360 

420 

480 

540 

600 . 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1201 



<210> 9 
<211> 499 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y5/Y1 CHIMERA 
<400> 9 

Met Ser Phe Tyr Ser Lys Gin Asp Tyr Asn Met Asp Leu Glu Leu Asp 
15 10 15 

Glu Tyr Tyr Asn Lys Thr Leu Ala Thr Glu Asn Asn Thr Ala Ala Thr 
20 25 30 

Arg Asn Ser Asp Phe Pro Val Trp Asp Asp Tyr Lys Ser Ser Val Asp 
35 40 45 

Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr Thr Phe Val Ser Leu Leu 
50 55 60 

Gly Phe Met Gly Asn Leu Leu lie Leu Met Ala Leu Met Lys Lys Arg 
65 70 75 80 

Asn Gin Lys Thr Thr Val Asn' Phe Leu lie Gly Asn Leu Ala Phe Ser 
85 90 95 

Asp lie Leu Val Val Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser Val 
100 105 110 

Leu Leu Asp Gin Trp Met Phe Gly Lys Val Met Cys His lie Met Pro 
115 120 125 



Phe Leu Gin Cys Val Ser Val Leu Val Ser Thr Leu lie Leu lie Ser 
130 135 140 



lie Ala lie Val Arg Tyr His Met 
145 150 



lie Lys His 
155 



Pro lie Ser Asn Asn 
160 



Leu Thr Ala Asn His Gly Tyr Phe Leu lie Ala Thr Val Trp Thr Leu 
165 170 175 



Gly Phe Ala lie Cys Ser Pro Leu Pro Val Phe His *Ser Leu Val Glu 
180 185 190 

Leu Gin Glu Thr Phe Gly Ser Ala Leu Leu Ser Ser Arg Tyr Leu Cys 
195 200 205 

Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg lie Ala Phe Thr lie Ser 
210 215 220 

Leu Leu Leu Val Gin Tyr lie Leu Pro Leu Val Cys Leu Thr Val Ser 
225 230 235 240 

His Thr Ser Val Cys Arg Ser lie Ser Cys Gly Leu Ser Asn Lys Glu 
245 250 255 

Asn Arg Leu Glu Glu Asn Glu Met lie Asn Leu Thr Leu His Pro Ser 
260 265 270 

Lys Lys Ser Gly Pro Gin Val Lys Leu Ser Gly Ser His Lys Trp Ser 
275 280 2'85 

Tyr Ser Phe lie Lys Lys His Arg Arg Arg Tyr Ser Lys Lys Thr Ala 
290 295 300 

Cys Val Leu Pro Ala Pro Glu Arg Pro Ser Gin Glu Asn His Ser Arg 
305 310 315 320 

lie Leu Pro Glu Asn Phe Gly Ser Val Arg Ser Gin Leu Ser Ser Ser 
325 330 335 

Ser Lys Phe lie Pro Gly Val Pro Thr Cys Phe Glu lie Lys Pro Glu 
340 345 350 

Glu Asn Ser Asp Val His Glu Leu Arg Val Lys Arg Ser Val Thr Arg 
355 360 365 

lie Lys Lys Arg Ser Arg Ser Val Phe Tyr Arg Leu Thr lie Leu lie 
370 375 380 

Leu Val Phe Ala Val Ser Trp Met Pro Leu His Leu Phe His Val Val 
385 390 395 400 

Thr Asp Phe Asn Asp Asn Leu lie Ser Asn Arg His Phe Lys Leu Val 
405 410 415 

Tyr Cys lie Cys His Leu Leu Gly Met Met Ser Cys Cys Leu Asn Pro 
420 425 430 

lie Leu Tyr Gly Phe Leu Asn Asn Gly lie Gin Arg Asp Leu Gin Phe 
435 440 445 



Phe Phe Asn Phe Cys Asp Phe Arg Ser Arg Asp Asp Asp Tyr Glu Thr 
450 455 460 



lie Ala Met Ser Thr Met His Thr Asp Val Ser Lys Thr Ser Leu Lys 
465 470 475 480 

Gin Ala Ser Pro Val Ala Phe Lys Lys lie Asn Asn Asn Asp Asp Asn 
485 490 495 

Glu Lys lie 



<210> 10 
<211> 394 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y5/Y1 CHIMERA 
<400> 10 

Met Ser Phe Tyr Ser Lys Gin Asp Tyr Asn Met Asp Leu Glu Leu Asp 
15 10 15 

Glu Tyr Tyr Asn Lys Thr Leu Ala Thr Glu Asn Asn Thr Ala Ala Thr 
20 25 30 

Arg Asn Ser Asp Phe Pro Val Trp Asp Asp Tyr Lys Ser Ser Val Asp 
35 40 45 

Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr Thr Phe Val Ser Leu Leu 
50 55 60 

Gly Phe Met Gly Asn Leu Leu lie Leu Met Ala Leu Met Lys Lys Arg 
65 70 75 80 

Asn Gin Lys Thr Thr Val Asn Phe Leu lie Gly Asn Leu Ala Phe Ser 
85 90 95 

Asp lie Leu Val Val Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser Val 
. 100 105 110 

Leu Leu Asp Gin Trp Met Phe Gly Lys Val Met Cys His lie Met Pro 
115 120 125 

Phe Leu Gin Cys Val Ser Val Leu Val Ser Thr Leu lie Leu lie Ser 
130 135 140 

lie Ala lie Val Arg Tyr His Met lie Lys His Pro lie Ser Asn Asn 
145 150 155 160 

Leu Thr Ala Asn His Gly Tyr Phe Leu lie Ala Thr Val Trp Thr Leu 
165 170 175 

Gly Phe Ala lie Cys Ser Pro Leu Pro Val Phe His Ser Leu Val Glu 
180 185 190 



Leu Gin Glu Thr Phe Gly Ser Ala Leu Leu Ser Ser Arg Tyr Leu Cys 



195 



200 



205 



Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg lie Ala Phe Thr lie Ser 
210 * 215 220 

Leu Leu Leu Val Gin Tyr lie Leu Pro Leu Val Cys Leu Thr Val Ser 
225 230 235 240 

His Thr Ser Val Cys lie Arg Leu Lys Arg Arg Asn Asn Met Met Asp 
245 250 255 

Lys Met Arg Asp Asn Lys Tyr Arg Ser Ser Arg Ser Arg Ser Val Phe 
260 265 270 

Tyr Arg Leu Thr lie Leu He Leu Val Phe Ala Val Ser Trp Met Pro 
275 280 285 

Leu His Leu Phe His Val Val Thr Asp Phe Asn Asp Asn Leu He Ser 
290 295 300 

Asn Arg His Phe Lys Leu Val Tyr Cys He Cys His Leu Leu Gly Met 
305 310 315 320 

Met Ser Cys Cys Leu Asn Pro He Leu Tyr Gly Phe Leu Asn Asn Gly 
325 330 335 

He Gin Arg Asp Leu Gin Phe Phe Phe Asn Phe Cys Asp Phe Arg Ser 
340 345 350 

Arg Asp Asp Asp Tyr Glu Thr He Ala Met Ser Thr Met His Thr Asp 
355 360 365 

Val Ser Lys Thr Ser Leu Lys Gin Ala Ser Pro Val Ala Phe Lys Lys 
370 375 380 

He Asn Asn Asn Asp Asp Asn Glu Lys He 
385 390 



<210> 11 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : HEXAHISTADINE 
TAG 

<400> 11 

His His His His His His 
1 5 



<210> 12 
<211> 8 
<212> PRT 

<213> Artificial Sequence 



<220> 
<223> 



Description 
TAG 



of Artificial 



Sequence : FLAG EPITOPE 



<400> 12 

Asp Tyr Lys Asp Asp Asp Asp Lys 
1 5 



<210> 13 
<211> 455 
<212> PRT 

<213> Homo sapiens 
<400> 13 

Met Ser Phe Tyr Ser Lys Gin Asp Tyr Asn Met Asp Leu Glu Leu Asp 
15 10 15 

Glu Tyr Tyr Asn Lys Thr Leu Ala Thr Glu Asn Asn Thr Ala Ala Thr 
20 25 30 

Arg Asn Ser Asp Phe Pro Val Trp Asp Asp Tyr Lys Ser Ser Val Asp 
35 40 45 

Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr Thr Phe Val Ser Leu Leu 
50 55 60 

Gly Phe Met Gly Asn Leu Leu lie Leu Met Ala Leu Met Lys Lys Arg 
65 70 75 80 

Asn Gin Lys Thr Thr Val Asn Phe Leu lie Gly Asn Leu Ala Phe Ser 
85 90 95 

Asp lie Leu Val Val Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser Val 
100 105 110 

Leu Leu Asp Gin Trp Met Phe Gly Lys Val Met Cys His lie Met Pro 
115 120 125 

Phe Leu Gin Cys Val Ser Val Leu Val Ser Thr Leu lie Leu lie Ser 
130 135 140 

lie Ala lie Val Arg Tyr His Met lie Lys His Pro lie Ser Asn Asn 
145 150 155 160 

Leu Thr Ala Asn His Gly Tyr Phe Leu lie Ala Thr Val Trp Thr Leu 
165 170 175 

Gly Phe Ala lie Cys Ser Pro Leu Pro Val Phe His Ser Leu Val Glu 
180 185 190 

Leu Gin Glu Thr Phe Gly Ser Ala Leu Leu Ser Ser Arg Tyr Leu Cys 
195 200 205 



Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg lie Ala Phe Thr lie Ser 
210 215 220 



Leu Leu Leu Val Gin Tyr lie Leu Pro Leu Val Cys Leu Thr Val Ser 
225 230 235 240 



His Thr Ser Val Cys Arg 
245 



Ser lie Ser Cys Gly Leu Ser 
250 



Asn Lys Glu 
255 



Asn Arg 
Lys Lys 



Tyr Ser 
290 



Leu Glu Glu Asn 
260 

Ser Gly Pro Gin 
275 

Phe lie Lys Lys 



Glu Met lie Asn Leu Thr Leu 
265 

Val Lys Leu Ser Gly Ser His 
280 285 

His Arg Arg Arg Tyr Ser Lys 
295 300 



His Pro Ser 
270 

Lys Trp Ser 

Lys Thr Ala 



Cys Val 
305 

lie Leu 



Leu Pro Ala Pro 
310 

Pro Glu Asn Phe 
'325 



Glu Arg Pro Ser Gin Glu Asn 
315 

Gly Ser Val Arg Ser Gin Leu 
330 



His Ser Arg 
320 

Ser Ser Ser 
335 



Ser Lys Phe lie Pro Gly 
340 



Val Pro Thr Cys Phe Glu lie Lys Pro Glu 
345 350 



Glu Asn Ser Asp Val His 
355 



Glu Leu Arg Val Lys Arg Ser Val Thr Arg 
360 365 



lie Lys 
370 



Lys Arg Ser Arg 



Ser Val Phe Tyr Arg Leu Thr 
375 380 



lie Leu lie 



Leu Val Phe Ala Val Ser 
385 390 



Trp Met Pro Leu His Leu Phe 
395 



His Val Val 
400 



Thr Asp Phe Asn Asp Asn 
405 

Tyr Cys lie Cys His Leu 
420 



Leu lie Ser Asn Arg His Phe 
410 

Leu Gly Met Met Ser Cys Cys 
425 



Lys Leu Val 
415 

Leu Asn Pro 
430 



lie Leu 



Tyr Gly Phe Leu 
435 



Asn Asn Gly lie Lys Ala Asp Leu Val Ser 
440 445 



Leu lie 
450 



His Cys Leu His 



Met 
455 



<210> 14 ■ 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 14 

ttttggttgc tgacaaatgt c 21 



<210> 15 



<211> 26 
<212> DNA 
<213> Homo 



sapiens 



<400> 15 
ccttggtaaa 



cagtgagaat tattac 



26 



<210> 16 
<211> 63 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : CHIMERIC Y1/Y5 
PRIMER 

<400> 16 

tacgcctaaa aaggagaaac aacatgatgg acaagatgag agacaataag tacaggtcca 60 
gta 63 



<210> 17 
<211> 71 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : CHIMERIC Y1/Y5 
PRIMER 

<400> 17 

gatctactgg acctgtactt attgtctctc atcttgtcca tcatgttgtt tctccttttt 60 
aggcgtatgc a 71 

<210> 18 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : MUTAGENIC Rl 
PRIMER 



<400> 18 

gaacaaaaga attcagagag acttgcagtt c 



31 



<210> 19 
<211> 28 
<212> DNA 



<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence : MUTAGENIC Rl 
PRIMER 



<400> 19 

cagcttgaat tccattatta agaaaccc 



28 



<210> 20 
<211> 341 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y1/Y5 CHIMERA 
<400> 20 

Met Asp Leu Glu Leu Gin Asp Phe Tyr Asn Lys Thr Leu Ala Thr Glu 
1 5 10 15 

Asn Asn Thr Ala Ala Thr Arg Asn Ser Asp Phe Pro Val Trp Asp Asp 
20 25 30 

Tyr Lys Ser Ser Val Asp Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr 
35 40 45 

Thr Phe Val Ser Leu Leu Gly Phe Met Gly Asn Leu Leu lie Leu Met 
50 55 60 

Ala Leu Met Arg Lys Arg Asn Gin Lys Thr Met Val Asn Phe Leu lie 
65 70 75 80 

Gly Asn Leu Ala Phe Ser Asp lie Leu Val Val Leu Phe Cys Ser Pro 
85 90 95 

Phe Thr Leu Thr Ser Val Leu Leu Asp Gin Trp Met Phe Gly Lys Val 
100 105 110 

Met Cys His lie Met Pro Phe Leu Gin Cys Val Ser Val Leu Val Ser 
115 120 125 

Thr Leu lie Leu lie Ser lie Ala lie Val Arg Tyr His Met lie Lys 
130 135 140 

His Pro lie Ser Asn Asn Leu Thr Ala Asn His Gly Tyr Phe Leu lie 
145 150 155 160 

Ala Thr Val Trp Thr Leu Gly Phe Ala lie Cys Ser Pro Leu Pro Val 
165 170 175 

Phe His Ser Leu Val Glu Leu Gin Glu Thr Phe Asp Ser Ala Leu Leu 
180 185 190 

Ser Ser Arg Tyr Leu Cys Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg 
195 200 205 

lie Ala Phe Thr lie Ser Leu . Leu Leu Val Gin Tyr lie Leu Pro Leu 
210 215 220 



Val Cys Leu Thr Val Ser His Thr Ser Val Cys lie Arg Leu Lys Arg 



.1 



225 230 235 240 

Arg Asn Asn Met Met Asp Lys Met Arg Asp Asn Lys Tyr Arg Ser Ser 
245' 250 255 

Arg Ser Arg Ser Val Phe Tyr Arg Leu Thr lie Leu lie Leu Val Phe 
260 265 270 

Ala Val Ser Trp Met Pro Leu His Leu Phe His Val Val Thr Asp Phe 
275 280 285 

Asn Asp Asn Leu lie Ser Asn Arg His Phe Lys Leu Val Tyr Cys lie 
290 295 300 

Cys His Leu Leu Gly Met Met Ser Cys Cys Leu Asn Pro lie Leu Tyr 
305 310 315 320 

Gly Phe Leu Asn Asn Gly lie Lys Ala Asp Leu lie Ser Leu lie Gin 
325 330 335 

Cys Leu His Met Ser 
340 



<210> 21 
<211> 383 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Yl /Y5 CHIMERA 
<400> 21 

Met Asp Leu Glu Leu Gin Asp Phe Tyr Asn Lys Thr Leu Ala Thr Glu 
1 5 10 15 

Asn Asn Thr Ala Ala Thr Arg Asn Ser Asp Phe Pro Val Trp Asp Asp 
20 25 30 

Tyr Lys Ser Ser Val Asp Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr 
35 40 45 

Thr Phe Val Ser Leu Leu Gly Phe Met Gly Asn Leu Leu lie Leu Met 
50 55 60 

Ala Leu Met Arg Lys Arg Asn Gin Lys Thr Met Val Asn Phe Leu lie 
65 70 75 80 

Gly Asn Leu Ala Phe Ser Asp lie Leu Val Val Leu Phe Cys Ser Pro 
85 90 95 

Phe Thr Leu Thr Ser Val Leu Leu Asp Gin Trp Met Phe Gly Lys Val 
100 105 110 



Met Cys His lie Met Pro Phe Leu Gin Cys Val Ser Val Leu Val Ser 
115 120 125 



Thr Leu lie Leu lie Ser lie Ala lie Val Arg Tyr His Met lie Lys 
130 . 135 140 



His Pro lie Ser Asn Asn Leu Thr Ala Asn His Gly Tyr Phe Leu lie 
145 150 155 160 

Ala Thr Val Trp Thr Leu Gly Phe Ala lie Cys Ser Pro Leu Pro Val 
165 170 175 

Phe His Ser Leu Val Glu Leu Gin Glu Thr Phe Asp Ser Ala Leu Leu 
180 185 190 

Ser Ser Arg Tyr Leu Cys Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg 
195 200 205 

lie Ala Phe Thr lie Ser Leu Leu Leu Val Gin Tyr lie Leu Pro Leu 
210 215 220 

Val Cys Leu Thr Val Ser His Thr Ser Val Cys lie Arg Leu Lys Arg 
225 230 235 240 

Arg Asn Asn Met Met Asp Lys Met Arg Asp Asn Lys Tyr Arg Ser Ser 
245 250 255 

Arg Ser Arg Ser Val Phe Tyr Arg Leu Thr lie Leu lie Leu Val Phe 
260 265 270 

Ala Val Ser Trp Met Pro Leu His Leu Phe His Val Val Thr Asp Phe 
275 ' 280 285 

Asn Asp Asn Leu lie Ser Asn Arg His Phe Lys Leu Val Tyr Cys lie 
290 295 300 

Cys His Leu Leu Gly Met Met Ser Cys Cys Leu Asn Pro lie Leu Tyr 
305 310 315 320 

Gly Phe Leu Asn Asn Gly lie Gin Arg Asp Leu Gin Phe Phe Phe Asn 
325 330 335 

Phe Cys Asp Phe Arg Ser Arg Asp Asp Asp Tyr Glu Thr lie Ala Met 
340 345 350 

Ser Thr Met His Thr Asp Val Ser Lys Thr Ser Leu Lys Gin Ala Ser 
355 360 365 

Pro Val Ala Phe Lys Lys lie Asn Asn Asp Asp Asn Glu Lys lie 
370 375 380 



<210> 22 
<211> 508 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence : Y1/Y5 CHIMERA 



<400> 22 

Met Glu Val Lys Leu Glu Glu His Phe Asn Lys Thr Phe Val Thr Glu 
15 10 15 

Asn Asn Thr Ala Ala Ser Gin Asn Thr Ala Ser Pro Ala Trp Glu Asp 
20 25 30 

Tyr Arg Gly Thr Glu Asn Asn Thr Ser Ala Ala Arg Asn Thr Ala Phe 
35 40 45 

Pro Val Trp Glu Asp Tyr Arg Gly Ser Val Asp Asp Leu Gin Tyr Phe 
50 55 60 

Leu lie Gly Leu Tyr Thr Phe Val Ser Leu Leu Gly Phe Met Gly Asn 
65 70 75 80 

Leu Leu lie Leu Met Ala Val Met Lys Lys Arg Asn Gin Lys Thr Thr 
85 90 95 

Val Asn Phe Leu lie Gly Asn Leu Ala Phe Ser Asp lie Leu Val Val 
100 105 110 

Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser Val Leu Leu Asp Gin Trp 
115 120 125 

Met Phe Gly Lys Ala Met Cys His lie Met Pro Phe Leu Gin Cys Val 
130 135 140 

Ser Val Leu Val Ser Thr Leu lie Leu lie Ser lie Ala lie Val Arg 
145 150 155 160 

Tyr His Met lie Lys His Pro lie Ser Asn Asn Leu Thr Ala Asn His 
165 170 175 

Gly Tyr Phe Leu lie Ala Thr Val Trp Thr Leu Gly Phe Ala lie Cys 
180 185 190 

Ser Pro Phe Pro Val Phe His Ser Leu Val Glu Leu Lys Glu Thr Phe 
195 200 205 

Gly Ser Ala Leu Leu Ser Ser Lys Tyr Leu Cys Val Glu Ser Trp Pro 
210 215 220 

Ser Asp Ser Tyr Arg lie Ala Phe Thr lie Ser Leu Leu Leu Val Gin 
225 230 235 240 

Tyr lie Leu Pro Leu Val Cys Leu Thr Val Ser His Thr Ser Val Cys 
245 250 255 

Arg Ser lie Ser Cys Gly Leu Ser His Lys Glu Asn Arg Leu Glu Glu 
260 265 270 

Asn Glu Met lie Asn Leu Thr Leu His Pro Ser Lys Lys Ser Arg Asp 
275 280 285 



Gin Ala Lys Pro Pro Ser Thr Gin Lys Trp Ser Tyr Ser Phe lie Arg 
290 295 300 



Lys His Arg Arg Arg Tyr Ser Lys Lys Thr Ala Cys Val Leu Pro Ala 
305 310 315 320 



Pro Ala Gly Pro Ser Gin Glu Lys His Leu Thr Val Pro Glu Asn Pro 
325 330 335 

Gly Ser Val Arg Ser Gin Leu Ser Pro Ser Ser Lys Val lie Pro Gly 
340 345 350 

Val Pro lie Cys Phe Glu Val Lys Pro Glu Glu Ser Ser Asp Ala Gin 
355 360 365 

Glu Met Arg Val Lys Arg Ser Leu Thr Arg lie Lys Lys Arg Ser Arg 
370. 375 380 

Ser Val Phe Tyr Arg Leu Thr lie Leu lie Leu Val Phe Ala Val Ser 
385 390 395 , 400 

Trp Met Pro Leu His Val Phe His Val Val Thr Asp Phe Asn Asp Asn 
405 410 415 

Leu lie Ser Asn Arg His Phe Lys Leu Val Tyr Cys lie Cys His Leu 
420 425 430 

Leu Gly Met Met Ser Cys Cys Leu Asn Pro lie Leu Tyr Gly Phe Leu 
435 440 445 

Asn Asn Gly lie Gin Arg Asp Leu Gin Phe Phe Phe Asn Phe Cys Asp 
450 455 460 

Phe Arg Ser Arg Asp Asp Asp Tyr Glu Thr lie Ala Met Ser Thr ■ Met 
465 470 475 480 

His Thr Asp Val Ser Lys Thr Ser Leu Lys Gin Ala Ser Pro Val Ala 
485 490 495 

Phe Lys Lys lie Ser Met Asn Asp Asn Glu Lys Val 
500 505 



<210> 23 

<211> 352 ^ 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y1/Y5 CHIMERA 
<400> 23 

Met Asp Val Leu Phe Phe His Gin Asp Ser Ser Met Glu Phe Lys Leu 
15 10 15 

Glu Glu His Phe Asn Lys Thr Phe Val Thr Glu Asn Asn Thr Ala Ala 
20 25 30 

Ala Arg Asn Ala Ala Phe Pro Ala Trp Glu Asp Tyr Arg Gly Ser Val 



35 



40 



45 



Asp Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr Thr Phe Val Ser Leu 
50 55 60 

Leu Gly Phe Met Gly Asn Leu Leu lie Leu Met Ala Val Met Lys Lys 
65 70 75 80 

Arg Asn Gin Lys Thr Thr Val Asn Phe Leu lie Gly Asn Leu Ala Phe 
85 90 95 

Ser Asp lie Leu Val Val Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser 
100 105 110 

Val Leu Leu Asp Gin Trp Met Phe Gly Lys Ala Met Cys His lie Met 
115 120 125 

Pro Phe Leu Gin Cys Val Ser Val Leu Val Ser Thr Leu lie Leu lie 
130 135 140 

Ser lie Ala lie Val Arg Tyr His Met lie Lys His Pro lie Ser Asn 
145 150 155 160 

Asn Leu Thr Ala Asn His Gly Tyr Phe Leu lie Ala Thr Val Trp Thr 
165 170 175 

Leu Gly Phe Ala lie Cys Ser Pro Leu Pro Val Phe His Ser Leu Val 
180 185 190 

Glu Leu Lys Glu Thr Phe Gly Ser Ala Leu Leu Ser Ser Lys Tyr Leu 
195 200 205 

Cys Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg lie Ala Phe Thr lie 
210 215 220 

Ser Leu Leu Leu Val Gin Tyr lie Leu Pro Leu Val Cys Leu Thr Val 
225 230 235 240 

Ser His Thr Ser Val Cys lie Arg Leu Lys Arg Arg Asn Asn Met Met 
245 250 255 

Asp Lys lie Arg Asp Ser Lys Tyr Arg Ser Ser Arg Ser Arg Ser Val 
260 265 270 

Phe Tyr Arg Leu Thr lie Leu lie Leu Val Phe Ala Val Ser Trp Met 
275 280 285 

Pro Leu His Val Phe His Val Val Thr Asp Phe Asn Asp Asn Leu lie 
290 295 300 

Ser Asn Arg His Phe Lys Leu Val Tyr Cys lie Cys His Leu Leu Gly 
305 310 315 320 

Met Met Ser Cys Cys Leu Asn Pro lie Leu Tyr Gly Phe Leu Asn Asn 
325 330 335. 



Gly lie Lys Ala Asp Leu Arg Ala Leu lie His Cys Leu His Met Ser 



340 



345 



350 



<210> 24 
<211> 499 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y1/Y5 CHIMERA 
<400> 24 

Met Asp Val Leu Phe Phe His Gin Asp Ser Ser Met Glu Phe Lys Leu 
15 10 15 

Glu Glu His Phe Asn Lys Thr Phe Val Thr Glu Asn Asn Thr Ala Ala 
20 25 30 

Ala Arg Asn Ala Ala Phe Pro Ala Trp Glu Asp Tyr Arg Gly Ser Val 
35 40 45 

Asp Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr Thr Phe Val Ser Leu 
50 55 60 

Leu Gly Phe Met Gly Asn Leu Leu lie Leu Met Ala Val Met Lys Lys 
65 70 75 80 

Arg Asn Gin Lys Thr Thr Val Asn Phe Leu lie Gly Asn Leu Ala Phe 
85 90 95 

Ser Asp lie Leu Val Val Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser 
100 105 110 

Val Leu Leu Asp Gin Trp Met Phe Gly Lys Ala Met Cys His lie Met 
115 120 125 

Pro Phe Leu Gin Cys Val Ser Val Leu Val Ser Thr Leu lie Leu lie 
130 135 140 

Ser lie Ala lie Val Arg Tyr His Met lie Lys His Pro lie Ser Asn 
145 150 155 160 

Asn Leu Thr Ala Asn His Gly Tyr Phe Leu lie Ala Thr Val Trp Thr 
165 170 175 

Leu Gly Phe Ala lie Cys Ser Pro Leu Pro Val Phe His Ser Leu Val 
180 185 190 

Glu Leu Lys Glu Thr Phe Gly Ser Ala Leu Leu Ser Ser Lys Tyr Leu 
195 200 205 



Cys Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg lie Ala Phe Thr lie 
210 215 220 



Ser Leu Leu Leu Val Gin Tyr lie Leu Pro Leu Val Cys Leu Thr Val 
225 230 235 240 

Ser His Thr Ser Val Cys Arg Ser lie Ser Cys Gly Leu Ser His Lys 
245 250 255 

Glu Asn Arg Leu Glu Glu Asn Glu Met lie Asn Leu Thr Leu Gin Pro 
260 265 270 

Ser Lys Lys Ser Arg Asn Gin Ala Lys Thr Pro Ser Thr Gin Lys Trp 
275 280 285 

Ser Tyr Ser Phe lie Arg Lys His Arg Arg Arg Tyr Ser Lys Lys Thr 
290 295 300 

Ala Cys Val Leu Pro Ala Pro Ala Gly Pro Ser Gin Gly Lys His Leu 
305 310 315 320 

Ala Val Pro Glu Asn Pro Ala Ser Val Arg Ser Gin Leu Ser Pro Ser 
325 330 335 

Ser Lys Val lie Pro Gly Val Pro lie Cys Phe Glu Val Lys Pro Glu 
340 345 350 

Glu Ser Ser Asp- Ala His Glu Met Arg Val Lys Arg Ser lie Thr Arg 
355 360 365 

lie Lys Lys Arg Ser Arg Ser Val Phe Tyr Arg Leu Thr lie Leu lie 
370 375 380 

Leu Val Phe Ala Val Ser Trp Met Pro Leu His Val Phe His Val Val 
385 390 395 400 

Thr Asp Phe Asn Asp Asn Leu lie Ser Asn Arg His Phe Lys Leu Val 
405 410 415 

Tyr Cys lie Cys His Leu Leu Gly Met Met Ser Cys Cys Leu Asn Pro 
420 425 430 

lie Leu Tyr Gly Phe Leu Asn Asn Gly lie Lys Gin Arg Asp Leu Gin 
435 440 445 

Phe Phe Phe Asn Phe Cys Asp Phe Arg Ser Arg Asp Asp Asp Tyr Glu 
450 455 460 

Thr lie Ala Met Ser Thr Met His Thr Asp Val Ser Lys Thr Ser Leu 
465 470 475 480 

Lys Gin Ala Ser Pro Val Ala Phe Lys Lys lie Ser Met Asn Asp Asn 
485 490 495 

Glu Lys lie 



<210> 25 
<211> 395 



<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence : Y1/Y5 CHIMERA 
<400> 25 

Met Asp Val Leu Phe Phe His Gin Asp Ser Ser Met Glu Phe Lys Leu 
1 5 10 15 

Glu Glu His Phe Asn Lys Thr Phe Val Thr Glu Asn Asn Thr Ala Ala 
20 25 30 

Ala Arg Asn Ala Ala Phe Pro Ala Trp Glu Asp Tyr Arg Gly Ser Val 
35 40 45 

Asp Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr Thr Phe Val Ser Leu 
50 55 60 

Leu Gly Phe Met Gly Asn Leu Leu lie Leu Met Ala Val Met Lys Lys 
65 70 75 80 

Arg Asn Gin Lys Thr Thr Val Asn Phe Leu lie Gly Asn Leu Ala Phe 
85 90 95 

Ser Asp lie Leu Val -Val Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser 
100 ' 105 110 

Val Leu Leu Asp Gin Trp Met Phe Gly Lys Ala Met Cys His lie Met 
115 120 125 

Pro Phe Leu Gin Cys Val Ser Val Leu Val Ser Thr Leu lie Leu lie 
130 135 140 

Ser lie Ala lie Val Arg Tyr His Met lie Lys His Pro lie Ser Asn 
145 150 155 160 

Asn Leu Thr Ala Asn His Gly Tyr Phe Leu lie Ala Thr Val Trp Thr 
165 170 175 

Leu Gly Phe Ala lie Cys Ser Pro Leu Pro Val Phe His Ser Leu Val 
180 185 190 

Glu Leu Lys Glu Thr Phe Gly Ser Ala Leu Leu Ser Ser Lys Tyr Leu 
195 200 205 

Cys Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg He Ala Phe Thr He 
210 215 • 220 

Ser Leu Leu Leu Val Gin Tyr He Leu Pro Leu Val Cys Leu Thr Val 
225 230 235 240 

Ser His Thr Ser Val Cys He Arg Leu Lys Arg Arg Asn Asn Met Met 
245 250 255 



Asp Lys He Arg Asp Ser Lys Tyr Arg Ser Ser Arg Ser Arg Ser Val 
260 265 270 



Phe Tyr Arg Leu 
275 

Pro Leu His Val 
290 

Ser Asn Arg His 
305 

Met Met Ser Cys 



Gly lie Lys Gin 
340 

Arg Ser Arg Asp 
355 

Thr Asp Val Ser 
370 

Lys Lys lie Ser 
385 



Thr lie Leu lie 
280 

Phe His Val Val 
295 

Phe Lys Leu Val 
310 

Cys Leu Asn Pro 
325 

Arg Asp Leu Gin 



Asp Asp Tyr Glu 
360 

Lys Thr Ser Leu 
375 

Met Asn Asp Asn 
390 



Leu Val Phe Ala 



Thr Asp Phe Asn 
300 

Tyr Cys lie Cys 
315 

lie Leu Tyr Gly 
330 

Phe Phe Phe Asn 
345 

Thr lie Ala Met 



Lys Gin Ala Ser 
380 

Glu Lys lie 
395 



Val Ser Trp Met 

285 

Asp Asn Leu lie 



His Leu Leu Gly 
320 

Phe Leu Asn Asn 
335 

Phe Cys Asp' Phe 
350 

Ser Thr Met His 
365 

Pro Val Ala Phe 



<210> 26 
<211> 341 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y1/Y5 CHIMERA 
<400> 26 

Met Gly Ser Glu lie Pro Asp Tyr Tyr Asn Lys Thr Leu Ala Ser Glu 
15 10 15 

Asn Asn Thr Val Ala Thr Arg Asn Ser Gly Phe Pro Val Trp Glu Asp 
20 25 30 

Tyr Lys Gly Ser Val Asp Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr 
35 40 45 

Thr Phe Val Ser Leu Leu Gly Phe Met Gly Asn Leu Leu lie Leu Met 
50 55 60 

Ala Val Met Arg Lys Arg Asn Gin Lys Thr Thr Val Asn Phe Leu lie 
65 70 75 80 

Gly Asn Leu Ala Phe Ser Asp lie Leu Val Val Leu Phe Cys Ser Pro 
85 90 95 

Phe Thr Leu Thr Ser Val Leu Leu Asp Gin Trp Met Phe Gly Lys Val 
100 105 110 



Met Cys His lie Met Pro Phe Leu Gin Cys Val Thr Val Leu Val Ser 



115 



120 



125 



Thr Leu lie Leu lie Ser lie Ala lie Val Arg Tyr His Met lie Lys 
130 135 140 

His Pro Val Ser Asn Asn Leu Thr Ala Asn His Gly Tyr Phe Leu lie 
145 150 155 160 

Ala Thr Val Trp Thr Leu Gly Leu Ala lie Cys Ser Pro Leu Pro Val 
165 170 175 

Phe His Ser Leu Val Glu Leu Gin Glu Ser Phe Gly Ser Ala Trp Leu 
180 185 190 

Ser Ser Arg Tyr Leu Cys Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg 
195 200 205 

lie Ala Phe Thr lie Ser Leu Leu Leu Val Gin Tyr lie Leu Pro Leu 
210 215 220 

Val Cys Leu Thr Val Ser His Thr Ser Val Cys lie Arg Leu Lys Arg 
225 230 235 240 

Arg Asn Asn Met Met Asp Lys Met Arg Asp Asn Lys Tyr Arg Ser Ser 
245 250 255 

Arg Ser Arg Ser Val Phe Tyr Arg Leu Thr Val Leu lie Leu Val Phe 
260 ' 265 270 

Ala Val Ser Trp Met Pro Leu His Leu Phe His Val Val Thr Asp Phe 
275 280 285 

Asn Asp Asn Leu lie Ser Asn Arg His Phe Lys Leu Val Tyr Cys lie 
290 295 300 

Cys His Leu Leu Gly Met Met Ser Cys Cys Leu Asn Pro lie Leu Tyr 
305 310 315 320 

Gly Phe Leu Asn Asn Gly lie Lys Ala Asp Leu Met Ser Leu lie His 
325 330 335 



Cys Leu His Val Ser 
340 



<210> 27 
<211> 383 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Y1/Y5 CHIMERA 
<400> 27 

Met Gly Ser Glu lie Pro Asp Tyr Tyr Asn Lys Thr Leu Ala Ser Glu 
15 10 15 



Asn Asn Thr Val Ala Thr Arg Asn Ser Gly Phe Pro Val Trp Glu Asp 
20 25 30 

Tyr Lys Gly Ser Val Asp Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr 
35 40 45 - 

Thr Phe Val Ser Leu Leu Gly Phe Met Gly Asn Leu Leu lie Leu Met 
50 55 60 

Ala Val Met Arg Lys Arg Asn Gin Lys Thr Thr Val Asn Phe Leu lie 
65 70 75 80 

Gly Asn Leu Ala Phe Ser Asp lie Leu Val Val Leu Phe Cys Ser Pro 
85 90 95 

Phe Thr Leu Thr Ser Val Leu Leu Asp Gin Trp Met Phe Gly Lys Val 
100 105 110 

Met Cys His lie Met Pro Phe Leu Gin Cys Val Thr Val Leu Val Ser 
115 120 125 

Thr Leu lie Leu lie Ser lie Ala lie Val Arg Tyr His Met lie Lys 
130 135 140 

His Pro Val Ser Asn Asn Leu Thr Ala Asn His Gly Tyr Phe Leu lie 
145 150 155 160 

Ala Thr Val Trp Thr Leu Gly Leu Ala lie Cys Ser Pro Leu Pro Val 
165 170 175 

Phe His Ser Leu Val Glu Leu Gin Glu Ser Phe Gly Ser Ala Trp Leu 
180 185 190 

Ser Ser Arg Tyr Leu Cys Val Glu Ser Trp Pro Ser Asp Ser Tyr Arg 
195 200 205 

lie Ala Phe Thr lie Ser Leu Leu Leu Val Gin Tyr lie Leu Pro Leu 
210 215 220 

Val Cys Leu Thr Val Ser His Thr Ser Val Cys lie Arg Leu Lys Arg 
225 230 . 235 240 

Arg Asn Asn Met Met Asp Lys Met Arg Asp Asn Lys Tyr Arg Ser Ser 
245 250 255 

Arg Ser Arg Ser Val Phe Tyr Arg Leu Thr Val Leu lie Leu Val Phe 
260 265 270 

Ala Val Ser Trp Met Pro Leu His Leu Phe His Val Val Thr Asp Phe 
275 280 285 

Asn Asp Asn Leu lie Ser Asn Arg His Phe Lys Leu Val Tyr Cys lie 
290 295 300 

Cys His Leu Leu Gly Met Met Ser Cys Cys Leu Asn Pro lie Leu Tyr 
305 310 315 320 



Gly Phe Leu Asn 



Phe Cys Asp Phe 
340 

Ser Thr Met His 
355 

Pro Val Ala Leu 
370 



Asn Gly lie Gin 
325 

Arg Ser Arg Asp 



Thr Asp Val Ser 
360 

Lys Lys lie His 
375 



Arg Asp Leu Gin 
330 

Asp Asp Tyr Glu 
345 

Lys Thr Ser Leu 



Ser Asp Asp Asn 
380 



Phe Phe Phe Asn 
335 

Val lie Ala Met 
350 

Lys Gin Ala Ser 
365 

Glu Lys lie 



<210> 28 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 28 

ttttggttgc tgacaaatgt c 



<210> 29 

<211> 26 

<212> DNA 

<213> Homo sapiens 

<400> 29 

ccttggtaaa cagtgagaat tattac 



<210> 30 
<211> 455 
<212> PRT 

<213> Cercopithecus aethiops 
<400> 30 

Met Ser Phe Tyr Ser Lys Gin Asp Tyr Asn Met Asp Leu Glu Leu Asp 
1 5 10 15 

Glu Tyr Tyr Asn Lys Thr Leu Ala Thr Glu Asn Asn Thr Ala Ala Thr 
20 25 30 

Arg Asn Ser Asp Phe Pro Val Trp Asp Asp Tyr Lys Ser Ser Val Asp 
35 40 45 

Asp Leu Gin Tyr Phe Leu lie Gly Leu Tyr Thr Phe Val Ser Leu Leu 
50 55 60 

Gly Phe Met Gly Asn Leu Leu lie Leu Met Ala Leu Met Lys Lys Arg 
65 70 75 80 

Asn Gin Lys Thr Thr Val Asn Phe Leu lie Gly Asn Leu Ala Phe Ser 
85 90 95 



Asp lie Leu Val Val Leu Phe Cys Ser Pro Phe Thr Leu Thr Ser Val 
100 105 110 




Leu Leu Asp Gin Trp Met Phe Gly Lys 
115 120 



Val Met Cys His 
125 



lie Met Pro 



Phe Leu Gin Cys Val Ser Val 
130 135 



Leu Val 



Ser Thr Leu He 
140 



Leu He Ser 



He Ala lie Val Arg Tyr His Met He 
145 150 



Lys His Pro He 
155 



Ser Asn Asn 
160 



Leu Thr Ala Asn His Gly Tyr 
165 



Phe Leu He Ala Thr Val 
170 



Trp Thr Leu 
175 



Gly Phe Ala He Cys Ser Pro Leu Pro 
180 185 



Val Phe His Ser 



Leu Val Glu 

190 



Leu Gin Glu Thr Phe Gly Ser Ala Leu 
195 200 



Leu Ser Ser Arg 

205 



Tyr Leu Cys 



Val Glu Ser Trp Pro Ser Asp 
210 215 



Ser Tyr Arg He Ala Phe 
220 



Thr He Ser 



Leu Leu Leu Val Gin Tyr He 
225 230 



Leu Pro Leu Val Cys Leu Thr Val Ser 
235 240 



His Thr Ser Val Cys Arg Ser 
245 



He Ser 



Cys Gly Leu Ser 
250 



Asn Lys Glu 
255 



Asn Arg Leu Glu Glu Asn Glu Met He 
260 265 

Arg Lys He Gly Pro Gin Val Lys Leu 
275 280 

Tyr Ser Phe He Lys Lys His Arg Arg 
290 295 

Cys Val Leu Pro Ala Pro Glu Arg Pro 
305 310 



Asn Leu Thr Leu 



Ser Gly Ser His 
285 

Arg Tyr Ser Lys 
300 

Ser Gin Glu Asn 
315 



His Pro Ser 
270 

Lys Trp Ser 
Lys Thr Ala 



His Ser Arg 
320 



He Leu Pro Glu Asn Phe Gly 
325 



Ser Val Arg Ser Gin Leu Ser Ser Ser 
330 335 



Ser Lys Phe He Pro Gly Val Pro Thr 
340 345 



Cys Phe Glu He 



Lys Pro Glu 
350 



Glu Asn Ser Asp Val His Glu Leu Arg 
355 360 



Val Lys Arg Ser 
365 



Val Thr Arg 



He Lys Lys Arg Ser Arg Ser Val Phe 
370 375 



Tyr Arg Leu Thr 
380 



He Leu He 



Leu Val Phe Ala Val Ser Trp 
385 390 



Met Pro Leu His Leu Phe His Val Val 
395 400 



Thr Asp Phe Asn Asp Asn Leu He Ser Asn Arg His Phe Lys Leu Val 
405 410 415 




Tyr Cys lie Cys His Leu Leu Gly 
420 

lie Leu Tyr Gly Phe Leu Asn Asn 
435 440 

Leu lie His Cys Leu His Met 
450 455 



Met Met Ser Cys Cys Leu Asn Pro 
425 430 

Gly lie Lys Ala Asp Leu Met Ser 
445 



<210> 31 
<211> 1406 
<212> DNA 

<213> Cercopithecus aethiops 



<400> 31 

ttttggttgc 

tgatgaatat 

tgatttccca 

tgggctctat 

tctcatgaaa 

ttctgacatc 

tcagtggatg 

tttggtttca 

t cccatctct 

actaggtttt 

aacatttggt 

ttcatacaga 

ttgtcttact 

agaaaacaga 

tgggcctcag 

cagaaggaga 

agagaaccac 

atccagtaag 

agatgttcat 

tgttttctac 

ccttttccat 

ggtgtattgc 

tggatttctt 

gtaataattc 



tgacaaatgt 
tataacaaga 
gtctgggatg 
acatttgtaa 
aagcgtaatc 
ttggttgtgc 
tttggcaaag 
actttaattt 
aataatttaa 
gccatctgtt 
tcagcgttgc 
attgccttta 
gtaagtcata 
cttgaagaaa 
gtgaaactct 
tatagcaaga 
tccagaatac 
ttcataccag 
gaattgagag 
aggctgacca 
gtggtaactg 
atttgtcatt 
aataatggga 
tcactgttta 



ctttttattc 
cacttgccac 
actataaaag 
gtcttcttgg 
agaagactac 
tgttttgctc 
tcatgtgcca 
taatatcaat 
cagcaaacca 
ctcccctt cc 
tgagcagcag 
ctatctcttt 
caagtgtctg 
acgagatgat 
ctggcagcca 
agacagcatg 
ttccagaaaa 
gggtccccac 
taaaacgttc 
tactgatact 
attttaatga 
tgttgggcat 
ttaaagctga 
ccaagg 



caagcaggac 
agagaataat 
cagtgtagat 
ctttatgggg 
ggtaaacttc 
acctttcaca 
tattatgcct 
tgccattgtc 
tggctacttt 
agtgtttcac 
gtatttatgt 
attgctagtt 
cagaagcata 
caacttaact 
taaatggagt 
tgtgttacct 
ctttggctct 
ttgctttgaa 
tgttacaaga 
agtatttgct 
caatcttatt 
gatgtcctgt 
tttaatgtct 



tataatatgg 
actgctgcca 
gacttacagt 
aatttactta 
cttataggaa 
ctgacgtctg 
tttctgcaat 
aggtatcata 
ctgatagcta 
agtcttgtgg 
gttgagtcat 
cagtatattc 
agctgtggat 
cttcatccat 
tattcattca 
gctccagaaa 
gtaagaagtc 
ataaaacctg 
ataaaaaaga 
gttagttgga 
tcaaataggc 
tgtcttaatc 
cttatacact 



atttagagct 
ctcggaattc 
attttctgat 
ttttaatggc 
atctggcctt 
tcttgctgga 
gtgtgtcagt 
tgataaaaca 
ctgtctggac 
aacttcaaga 
ggccatctga 
tgcccttagt 
tgtccaacaa 
ctagaaagat 
tcaaaaaaca 
gaccttctca 
agctctcttc 
aagaaaattc 
gatctcgaag 
tgccactaca 
atttcaagtt 
caattctgta 
gtcttcatat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1406 



